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Chickpea (Cicer arietinum) is a high value cool season grain legume crop that has an 
important role in sustainable farming systems in Australia. However, there is a shortage 
of basic knowledge on the genetics of chickpea, a prerequisite for breeding more stable 
and reliable cultivars. We have established a comparative and functional genomics 
project involving Medicago truncatula and chickpea. The aim is to develop molecular 
genetic and computational tools for basic research and chickpea breeding programs. This 
includes the development of recombinant inbred lines (RIL) from chickpea germplasm 
resistant and susceptible to ascochyta blight disease, examination of intron-targeted 
marker techniques for SNP discovery, generation of cloned libraries for functional 
genomics, implementing molecular techniques for comparative mapping and developing 
bioinformatics tools for data mining. The large amount of M. truncatula sequence data 
available provides a novel resource for comparative genomic analyses with chickpea. We 
have used this information to amplify, sequence and assess the usefulness of chickpea 
intron sequences as polymorphic SNP markers. We are now exploring MALDI-Tof MS 
and dHPLC techniques for fast-tracking SNP discovery. In this presentation we report on 
the usefulness of medicago sequence information in design of PCR primers for 
amplifying corresponding gene homologues in chickpea, and how these are being used in 
marker discovery and functional genomics studies. 
  
